[20090106184136_3410]-e-ro 



[3 | j gn] ************** 

options = -align -gapclist=8 -maxdiv=40 
CLUSTAL W (1.83) Multiple Sequence Alignments 



Sequence format is Pearson 
Sequence 1: SEQIDNOJ 881 bp 

Sequence 2: BQ671560 889 bp 

Sequence 3: BQ672221 979 bp 

Sequence 4: B 1 91 4593 735 bp 

Start of Pairwise alignments 
Al igning. . . 

== Aligned score is not displayed == 

Start of Multiple Alignment 
There are 3 groups 
Al igning. . . 

== Aligned score is not displayed == 
A I ignment Score 33195 



q uery. a In 

CLUSTAL W (1.83) multiple sequence alignment 



SEQIDNO^I 
B 1 91 4593 
BQ672221 
BQ671560 



-GGGCCATGACCGCCGCTGCTCTGTCTTGCAGGCTCGTC 



GGCG6CT6CCC6AGCGCCG6CG6G6CGAT6AGCCCCGCTGCTCTGTGTTGCA6GCTG6TC 
CGCG6CTGGGCGAGGGGGG6CG6G6CGAT6AGCCCCGCTGGTCTGTCTTGCA6GCTG6TG 



SEQIDNOJ 
B 1 91 4593 
BQ672221 
BQ671560 



GGGGGGGGCCCCCGAGCCGGACCGCCGCCGCGAGCACGACGAGCGGCCGGGCGGGCCTCG 



GGGGGGGGGGCGGGAGGGG6AGGGGGGCG6GGAGGAGCAGGAGGGGGCGG6GGGGGGTGG 
GGGGGGGGGCCGGGAGGGG6AGGGCGGGGGGGAGGAGGAGGA6GGGGCGGGGGGGGGTGG 



SEQ I DN0_1 GGGGCGTCGGGGGGGGGTGCGGAGTGA6GCGACGAAGAAGGAAGGGGCGTGGAGAGGTGG 

8191 4593 GGAGTGA6GGGACGAAGAAGGAAGGGGCGTGGAGAGGTGG 

BQ672221 GGGGCGTGG6GGGC6GGTCGGGAGTGA6GGGACGAAGAAGGAAGCGGGGTGGAGAGGTGG 

BQ671560 GGGGCGTGG6GGGG6GGTGGGGAGTGA6GCGACGAAGAAGGAAGGGGGGT6GAGAGGTGG 



SEQ I DN0_1 GGAGATG6G6GTTAAGATGTGGTGGGT6AAAG6GTTTGAAAT6TGTGTGA6GAGGAGGAG 

B 1 91 4593 CGAGATGGGGGTTAAGATGTGGTGGGTGAAATGG AGGAG 

BQ672221 CGACATGGGGGTTAAGATGTGGTGGGTGAAAGGGTTTGAAATGTGTGTGAGGAGGAGGAG 

BQ67 1 560 CGACATGGGGCTTAAGATGTCGTGGGTGAAAGGGTTTGAAATGTGTGTCAGCAGGAGCAG 



SEQIDNOJ 
B 1 91 4593 
BQ672221 



GAGGAGGCAGGAGGAGGGGGGGGTGGTGAAGGAGAAGGAGGTGGAGGTGGGGGAGATGAT 
GA6GAGGGAGGACGAGGGGGGGGTGGTGAAGGAGAAGCAGGTGGAGGTGGGGGAGATGAT 
GAGGAGGCAGGAGGAGGCGGGGGTGGTGAAGGAGAAGGAGCTGGAGGTGGCG6AGATGAT 



BQ671560 



CAGCAGCCAGGACGAGGCCCCCGTCCTGAAC6ACAAGCACCTGGACGTGCCCGACATCAT 



SEQ I DN0_1 CATGACGCGGCCCAGGGCCACGGGCATGATGCTGCCGA6GGACTTGGGGAGGACAGTCTG 

B 1 91 4593 CATGACGCGCGGCACGGCGAGGGGCATGATGGT6GGGA6GGACTTGGG6AGGAGAGTGTG 

B0672221 CATCACGCGCGCCACGGCCAGGGGGATGATGGTGCGGAGGGACTTGGGGAGGAGAGTCTG 

BQ671560 CATCACGCCCCCCACCCCCACGGGCATGATGCTGCCGAGGGACTTGGGGAGGACAGTCTG 

SEQ I DN0_1 6CTGGATGAGACAGGGTCGTGCCCAGAT6ATGGAGAAATCGACCCAGAAGCCTGAGGAGG 

B 1 91 4593 GCTGGATGA6ACAG6GTCGTGCCCAGATGATGGAGAAATCGACCCAGAAGCGTGAGGAGG 

BQ672221 GCTGGATGA6ACAGGGTCGTGCCCAGATGATGGAGAAATCGACCCAGAAGCGTGAGGAGG 

BQ67 1 560 GGTGGATGA6AGAG6GTCGTGGGCAGATGATGGAGAAATGGACGGAGAAGCCTGAGGAGG 



SEQ I DN0_1 TGTCCTGGGTTTGGCTGGCTGGCTCGTGCTGGAGGGGCCGGGCTTGAGGTGTCCGGG6GG 

B 1 91 4593 TGTCCTGGGTTTGGCTGGGTGGCTCGTGCTCGAGGGGGCGGGCTTCA6GTGTCCGGG6GG 

BQ672221 TGTCCTGGGTTTGGCTGGGTGGCTCGTGGTGCAGCGGCCCGGCTTCA6GTGTCC6GG6GG 

BQ671560 TGTCCTGGGTTTGGCTGGGTGGCTCGTGGTGCAGCGGCCCGGCTTCA6GTGTCC6GG6GG 



SEQ I DN0_1 GTGGCTGGGTGGAGCAGGTGTGCT6AATACCGTGGAT6G6AACT6AGCGAACCC-GG6CG 

B 1 91 4593 GTGGCTGGGTGGAGCAGGTGTGCTGAATACCGTGGAT6G6AACT6AGCGAACCC-GG6CG 

BQ672221 GTGGCTGGGTGGAGGAGGTGTGCTGAATAGCGTGGAT6GGAACTGAGCGAACCCC6G6CG 

BQ671560 GTGGCTGGGTGGAGGAGGTGTGCTGAATACCGTGGAT6GGAACTGAGCGAACCC-6G6CG 

SEQ I DN0_1 TCGGCTCAGAGAGAGGTGGGAGGAGGAGGGAG6AATGCAGCGTGTCCAC-TTCCA6AACA 

B 1 91 4593 TCCGCTCAGAGA6AGGT6GGAG6AGCA6G6AG6AATCCAGCCTGTCGAC-TTCCAGAAGA 

BQ672221 TCCGCTCAGAGA6ACGTGGCAG6AGCA6C6AG6AATCCAGGCTGTGCACCTTGCA6AACA 

BQ671560 TCCGCTCAGAGAGACGTGGCAGGACCAGC6AGGAATCCAGCCTGTCGAC-TTCCAGAACA 

SEQ I DN0_1 GTGTTTCCCAGGCCCC-GCTGAGT6GACCGGACCTCTGACACCTCCA6GTTCTTGCT6AC 

B 1 91 4593 GTGTTTCCCAGGCCCC-GCTGAGT6GACCGGACCTCTGACACCTCCA6GTTCTTGCT6AC 

BQ672221 GTGTTTCCCAGGCCCC-GCTGAGT6GACCGGACCTCTGACACCTCCA6GTTCTTGCT6AC 

BQ671560 GTGTTTCCCAGGCCCCCGCTGAGGGGACCGGACCTCTGACACCTCCCGGTTCTTGCTGAC 



SEQ I DN0_1 TCC6GCCT6GTGAAAGGGAGCGCCATGGTCC-TGGGTGTTGGG6T-CCCAGGGAGAGGCT 

B 1 91 4593 TCGGGCCTGGTGAAAGGGAGGGCCATGGTCG-T6GGTGTTGGGGT-CCCAGGCAGAGGCT 

BQ672221 TCCG6CCTGNTGAAAGGGAGC6CCAT6GTCG-TGGGTGGTG6G6T-CCCAG6GAGA6GGT 

BQ671560 TCCG6CCTGGGGAAAGGGAACCGCTTGGTCCCTGGCTGTTGGGGGGCCCAGGGAAAGGGT 

sK+HesMssK+^sK %;ics|c:f!:ie:|cics|c :jc 3|c :|e:|e;ic:|o|;:|e ;ic:|c4a|e:|e;ic %^:|e;ic3|c 9|c;|;9|c%^9|c ^jc % 

SEQ I DN0_1 CTG-TTCTGGACAAAGAGACGCTCCGAGCCGCC-AGGGCTGTGCA-AACACATGCCCCTG 

B 1 9 1 4593 CTG-TTCTGGACAAAGAGACGCTCCGA6CCGCGCAGGGCTGTGCA-AACAGATGCGCCTC 

BQ672221 CTGCTTCTGGACAAAGAGAGGCTTGGCAGGGCGCAGGGCT6TGCA-AACAGATGCGCGGG 

BQ671560 CGTCTTCG6AGCAAACGAACCTTTGAAAGCCCGCCCGGGCATGGAGAAAAGAAGCGCCGG 

He *♦* * ***** *** * **** ** ** * ** *** ***** 

SEQ I DN0_1 — CCATAAGGAGCAACAAGAAGTTGTT— 6CAGGTGGAGTGGCTGTTTTTTATAAGTT- 

B 1 91 4593 — CCATAAGGAGCAACAAGAAGTTGTT— GCAGGTGGAGTGGCT6TATTTTATAA6TT- 

BQ672221 G~CCATAA6CCGCGAGAAAAAGCTTGTTGGGGGGGGGAAGGGCTTTTTTTTTTAAAACC 
BQ67 1 560 6TCCTATG6ACCCCAG6AAQAAA6TTCCTTG6A6GCCQ6GC6Q6GAAT6C66CTGTACG- 
*********** ****** * 

SEQ I DN0_1 — GTTTTACAGA — TACG6AAACA6TCCAAAATG6GA — TTTATAATTTCTTTTTTG 

B 1 91 4593 — GTTTTACAGA — TACG6AAACA6TCCAAAATGGGA — TTTATAATTTCTTTTTTG 

BQ672221 CGC6TTTTACGCA6TGCGCGACAACCCGCCATACCCGG6AGTGTTATCACTTCCTACTTG 

BQ671 560 TAGCAAGCTTACACGACTCGGCGGAAAAA6GA CG6CGCCAAGGGCG 

*** ******* * * 



SEQIDNOJ 
B 1 91 4593 
BQ672221 
BQ671560 



CATTATAAATAA- 
CATTATAAATAA- 

CGCCATGATGGAGGCGAGGTCCTGTTGC6TGCCCGCCGCACACACAGGCTCCGCCCCCGT 

CGCGGG- 



-AGATGGTGTGTAAG- 
-AGATGG- 



SEQIDNOJ 
B 1 91 4593 
BQ672221 
BQ671560 



ACCATCCGG6GATG6CGGG6CACGG 



query, dnd 
( 

SEQIDNOJ :-0. 00673, 

( 

BQ671 560:0. 09278, 
BQ672221:0. 04332) 
:0. 06807, 

81914593:0.01353); 



************** [tree] ************** 
options = -tree -kimura -tossgaps 
CLUSTAL W (1.83) Multiple Sequence Alignments 



Sequence format is Clustal 

Sequence 1: SEQIDNOJ 985 bp 

Sequence 2: 81 91 4593 985 bp 

Sequence 3: 8Q672221 985 bp 

Sequence 4: BQ671560 985 bp 



query, ph 

( 
( 

SEQIDNOJ: -0.00039, 
81914593:0. 00602) 
:0. 03370. 

80672221:0. 02953, 
80671560:0.11040); 



